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Polysaccharides, 272 
Population dynamics, | 
Populations, 424 

Porcine pancreatic elastase, 435 
Probability distributions, 233 
Proline, 523 

Protein, 539 

Protein degradability, | 

Protein foldability, | 

Protein folding, | 

Protein stability, 293 

Protein structure prediction, 113 
Protein—DNA interactions, 596 
Proton relaxation, 476 


Quadrupole coupling, 9 


Raman, low frequency modes, 342 
Relaxation NMR, 412 

Relaxation times, 40 

A-Repressor protein, 596 

Residue conformation, 467 
Residue preference, 467 

RNAse A, 213 


S curve, 539 

Sandostatin, 497, 506 

Scaled particle theory, 293 

Secondary structre, 46 

Secondary structure sequence, 539 

Sedimentation equilibrium, 316 

Sedimentation velocity, 316 

Selenocystine analogues, 550 

Self-assembly, 350 

Self-diffusion, 476 

Side-chain polar groups, 129 

Side-chain—backbone interactions, 
135 

Slow modes of diffusion, 19 

Small, naturally occuring 
polypeptides, 226 

Smirno—Kolmogoroy 
nonparametric test, 233 

Solid state deuterium nmr 
spectroscopic, 9 

Solution structure, 58] 

Solution structures, 84 

Solvent dependency, 84 

Solvent interactions, 272 

Somatostatin, 497, 506 

Spin-lattice relaxation, 9 

Staling, 412 

Starch retrogradation, 412 





616 SUBJECT INDEX 


Steady-state and time-resolved Transferred nuclear Overhauser Vitrification, 40 
fluorescence, 169 effect spectorscopy, 113 

Sulfur—aromatic interactions, 233 Transitions, 46 7 

Synthesis, 140, 497 Transmembrane alpha-helix, 529 Water activity, 363 

Synthesis of A’Phe-containing Triple helix stability, 99 Water dynamics, 476 
tripeptide, 484 B-Turn and B-sheet conformation, 

281 

Temperature-dependent B-turn peptides, 200 
coacervation, 369 B-Turn-like structure, 447 

Terminal residues, 467 

5-tert-butylproline, 249 

Theoretical simulation, 380 Vibrational CD, 380 

Thermodynamics, 46 Viral ion channel, 529 


X-ray, 189 
X-ray crystallography, 200 
X-ray fluorescence spectroscopy, 
Unfolding transitions, 221 60 

X-ray structure, 140 


72 


Thermostability, 52 Viscosity, 19 Zymogen activation, 467 





ae 





